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Sequence type explicitly set to Protein 

Sequence format is Pearson 

Sequence 1: ne»_S100_cytokine 104 aa 

Sequence 2: C491246 no aa 

Sequence 3: U271S2 99 aa 

Start of Pairvise alignments 

Aligning. . . 

Sequences (1:2) Aligned. Score: 23 
Sequences (1:3) Aligned. Score: 34 
Sequences (2:3) Aligned. Score: 29 
Start of Multiple Alignment 
There are 2 groups 
Aligning 

Group 1: Delayed 
Croup 2: Delayed 
Sequence:! Score :0 

Sequence : 3 Score : 839 

Sequence : 2 Score : 724 

Alignment Score 444 

CLUSTAL-Alignment file created I/data4/genetools/lrastelli4630clustalw| 



Multiple Alignment: 



newJ3100_cytokine MGQCRSANA ED 



W27152 
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new_S100_cytokmc S NCG- - - 
W27152 DVGS--- 
G491246 KENKNEKV'I 




ne\r_S100_cytofcine 

W27132 
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EOTP (SEQ ID NO: 11) 



---Sggg-.-UEQ. ID N0:6) 

LglRKK.(SEQ ID NO: 10) 

EGPgSjHHKPGLG 
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Multiple Alignment: 



new_S100_cytokine 
7971 c.7 iOsO-212.2_ 

newJ3 100_cytokine 
7971 c.7 t0s0-212.2_ 

new_S100_cytokine 
7971c J t0s0-212.2_EXT 



EXT 



EXT 
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DTHS -| 
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3TMOQCRSAH A ED A PE F SDV FR A I ET L I KNFHi 



ELRDLVTQQL P HLIvIPS N COLEEK I AHLGtoNDSKLEF B3FVVELIG* * - F 
ELRDLVTOOLPH LMPS H COLEEK I ANLGsklJDSKLEF&FWEL I G&AAK 



3VKMERPV 
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RGH (SEQ ID NO: 6) 
TRS (SEQ ID NO:3) 
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hmmpfam - search a single seq against HHH database 

HHMBR is freely distributed under the GWU General Public License (GPL). 
HHH file: pfamHHHs 

Sequence file: , d at a4/genetools/lrastelli4423Aa31S020ProteinFasta. txt 

Query: AA31S020 

Scores for sequence family classification <score includes all domains) - 
Model Description _ _ 

Score E-value N 



S_100 S-100/ICaBP type calcium binding domain 4 0.9 2.9e-08 1 

Parsed for domains: 

Hodel Domain seq-f seq-t hmm-f hmm-t score B-value 

S.100 1/1 32 74 1 _ 44 [] To'l I'lV-'ol 

Alignments of top-scoring domains: 

S_100: domain 1 of 1, from 32 to 74: score 40.9, B = 2.9e-08 

*->LBkaietiInvFhqYSgreGdkdtLsKkBLKeLlekBLpnfLkn<-* 
B+aiet+I+ FhqYS eG k tL+ BL+ L++++Lp+ + 

AA315020 32 VBRAIBTLIKUFHQYS-VBGGKBTLTPSBLRDLVTQQLPHLHPS 74(SEQ ID N0 3o ) 

// 
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Table 3 

AY007220 

Consensus 



Table 3 

AY007220 

Consensus 
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(SEQ ID NO: 3) 
(SEQ ID NO:39) 
(SEQ ID NO:40) 
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BLOCKS Protein Domain Analysis of new_S100_cytokine 



Probe Size: 104 Amino Acids 
Probe Pile: lrastelliblocks. seq 
Target Pile (s) : blocks.dat 
Records Searched: 4034 
Scores Done: 4034 
Alicpiaents Done: 535470 



jMouse-over to show defline jnd score* Click to show Jl.gnments ~ 

i Block ^lg22S2 Scores to new S 1 00 cytokine 



<1000 



1000-1049 
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BU1017C 
gJOUOE 





Dtscripticn 

0 1-101/ItaBP typt c*lti» birxJiivj prow4n. 

• J-1Q»/K*BP type c*lcim binding pr©t«i*. 

• Bict^rial typ« II itcrrbicn jyitw prottist T 

• Ifciqaitin tirboxyl -t*min*l bydrolut* XMtily 
t Ricttriil ch*me^ixit Jtmoiy truvidactrj pro* 

• Ft>o*pb<«l»lpyra«t« CAtboxykirvut (AH>) pntv 

• ProJ^ryotic-typ* tuWit J^dr*,., prottiiu 

• Er9o*««rol biorynthoif EB&V2StZ« (wily p r * 

• I*Jo*«»t-A4joci*t«d MRbrm glyr oyrot . i m <*, 

• Pb«*pbofrorfcokifVAj« pr<**ira. 

• PH dentin prottinj proiili. 

• WfotOKiiu protein*. 

• Pbo/ph^idylinojitol-^cific phojpbolipu. X 

1 tlypic«ru prottinj. 

• RtMbrm *tfc*ck coKfa.x ta^mnti / p, r fori» 

• On nickel ligtnd* prottiru. 

• Pbojpbo 9 l T t,r«t« Matvt f mAly pbeapbofeirtidi 
t BibojomAl protein Ul protein*. 

• t*-9*-oli9»4*nyl«te *yr*he*«je* protein*. 

• romttf uxl nitritt tr*ruporterj prott in*. 

• tlycoprotein beawm bet* cKiin protein*. 

• Wnnlin lenlly t*lin-biMin« region protein* 

• fct*>lattjwii cIajj B protein*. 
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• BydroxywttAylglt^ryX-c ocTi»yt A ly**t protei 
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«"«*fM*»B (SEQ ID NO- 19) wu - 18 ^ 
i« u***.Bd*«ii«i,5& (SEQ ID NO: 20) 

» ^^■"TIeqTd^N , 6T221 (SEQ ID N0:2 1> 

" ^^^Tseq^id'o"^ 5 ^ id NOs23) 

n^^fi^^^f^^ I» N0:25) 
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^•^•^S*****™ < SE Q 10 N0:_. 
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ID NO: 30) 
N0:32) 
ID NO: 34) 
ID NO: 36) 
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(SEQ ID NO: 3) 
(SEQ ID NO:39) 
(SEQ ID NO: 40) 
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(SEQ ID NO: 6) 
(SEQ ID NO:39) 
(SEQ ID NO:40) 
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Table 3 

gi| 4139958 |pdb|lMHO| 
PROTEIN MRP- 12 6 
ICTACALCIN 
CALGRANULIN B 
Consensus 




(SEQ ID NO: 3) 
(SEQ ID NO:41) 
(SEQ ID NO: 42) 
(SEQ ID NO: 43) 
(SEQ ID NO: 44) 
(SEQ ID NO: 45) 
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Table 6 

gi|4139958|pdb|lMHO| 
PROTEIN MRP-126 
CALGRANULIN B 
CALGRANULIN B 
Consensus 




(SEQ ID NO: 6) 
(SEQ ID NO:41) 
(SEQ ID NO:42) 
(SEQ ID NO: 44) 
(SEQ ID NO:46) 
(SEQ ID NO: 47) 



Figure 5 
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Set A 200.fr 




Figure 7 




consensus 



65677221+ 



AA3 15020- 



consensus 



TGCC C C CGG AC AGTC C TC TCN AGC TTC AC ACTC 



G A ATTC C AG AGGG AGTTC TC AGTGC C C C CGG AC AGGC C TC TC 



TTGGC 

CAGCTTCACACTCTTGGC 



C GC TTC TC C A ATC AGC TC C C AG A A AC TC C TG AAC TC C A GTTT 



C GC TTC TC C A ATC AGC TC C C AG A AAC TC C TG AAC TC C A GTTT 



AGAGTCATTGCAGCTGCC 



AGAGTCATTGCAGCTGCC 




C AGGTTGGC A ATTTT* 



C TC TTC C AGGC C A CAGTTGC TCGGC ATG AGATGGGGC A or 



GGTG AC C AGGTC C C GTAGC TC AGAAGGGGTC AGC GTC TC 



CTTCCCACCCTCCACGGAGTk 



consensus 



GGTG AC C AGGTC CC GTAGC TC AGAAGGGGTC AGCGTCTC C TTC CCXCC 



GGTG AC C AGGTC C C GTAGC TC AGAAGGGGTC AGCGTC TC C TTC C C AC C 



CTCCACGGAGTA 



CTCCACGGAGTA 



65677221+ 



AA3 15020- 



C TGGTG A A AGTTC T 



TGATGAGGGTCTCAATGGCCCTCTCCACATCACTGAATTC^CSEp"^^ NO:37) 



CTGGTGAAAGTTCTTGATGAGGGTCTC AATGGCCCTC TC r a r 



ATCACTGAATTCCTGAGC 



C TGGTG A A AGTTC TT 



G ATG AGGGTC TC AATGGC C C TC TC C AC ATC AC TG A A TTr r nrn h "i 



GC 



ATCCTCTGCGTT 



ATCCTCTGCGTT 



GGCTGACCGACACTGTCCCATGGTGCTCACTGTGTCTnaTr 



■ GGCTGACCGACACTGTCCCATG 



.... 



GAG AGTTC TGTTGTC C TAT (SEQ ID NO: 4) 



GAGAGTTCTGTTGTCCTAT (SEQ ID NO: 5) 



